Key indicators: single-crystal X-ray study; T = 130 K; mean (C-C) = 0.003 Å; disorder in solvent or counterion; R factor = 0.040; wR factor = 0.094; data-toparameter ratio = 18.4. 
. For puckering analysis, see: Cremer & Pople (1975) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) x À 1; y; z; (ii) Àx þ 1; Ày; Àz; (iii) x; y; z À 1; (iv)
Data collection: SMART (Bruker, 2002); cell refinement: SAINT (Bruker, 2002); data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008); program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL and local programs. Molecular structure with displacement ellipsoids drawn at the 50% probability level. ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

